In this study, 285 lentil genotypes were phenotyped under hydroponic and alkaline field conditions. Significant genotypic variation for alkalinity stress was observed among the six Lens species screened hydroponically and in the field having pH up to 9.1. The crucial parameters, like whole Na + and K + contents and the Na + /K + ratio at 40 mM NaHCO 3 were found significantly correlated with seedling survivability under hydroponics (r = -0.95, r = 0.93 and -0.97). Genotypes, ranked on the bases of seed yield, restricted uptake of Na + with thick pith area, increased vascular bundles, less H 2 O 2 production and low Na + /K + ratio, were found important physio-anatomical traits for alkalinity stress tolerance. The proper regulation of Na + uptake was found for maintaining higher K + . This relationship is probably the main factor responsible for a better mechanism for tolerance to high pH up to 9.1 in tolerant breeding lines PDL-1 and PSL-9 (cultivars) and . Based on UPGMA dendrogram, all the genotypes were clustered into four diverse groups. DMRT was implied within the group to differentiate genotypes based on phenotypic response under alkalinity stress. These results can be utilized for selecting diverse parents for developing alkalinity tolerant genotypes.
Abstract
In this study, 285 lentil genotypes were phenotyped under hydroponic and alkaline field conditions. Significant genotypic variation for alkalinity stress was observed among the six Lens species screened hydroponically and in the field having pH up to 9.1. The crucial parameters, like whole Na + and K + contents and the Na + /K + ratio at 40 mM NaHCO 3 were found significantly correlated with seedling survivability under hydroponics (r = -0.95, r = 0.93 and -0.97). Genotypes, ranked on the bases of seed yield, restricted uptake of Na + with thick pith area, increased vascular bundles, less H 2 O 2 production and low Na + /K + ratio, were found important physio-anatomical traits for alkalinity stress tolerance. The proper regulation of Na + uptake was found for maintaining higher K + . This relationship is probably the main factor responsible for a better mechanism for tolerance to high pH up to 9.1 in tolerant breeding lines PDL-1 and PSL-9 (cultivars) and ILWL-15, ILWL-192 and ILWL-20 (wild accessions). Based on UPGMA dendrogram, all the genotypes were clustered into four diverse groups. DMRT was implied within the group to differentiate genotypes based on phenotypic response under alkalinity stress. These results can be utilized for selecting diverse parents for developing alkalinity tolerant genotypes. PLOS 
Introduction
Soil salinity and alkalinity are common severe constraints to crop productivity. In the world, about 830 million hectares of the area are affected by salinity and alkalinity, out of which 434 million hectares area is alkaline [1] . Alkaline soil is generally dominated by excess sodium on exchange sites and has a high concentration of carbonate/bicarbonate anions, which adversely affect the physical and nutritional properties of the soil. The carbonate/bicarbonate ions are major contributors of soil alkalinity. Presence of these in excess Na + , high pH and osmotic stress lead to drastic reduction in plant growth and development. One of the major approaches used to manage alkaline soils and water, is to develop alkalinity tolerant genotypes. This can be achieved by harnessing inter-specific or intra-specific variability.
Lentil (Lens culinaris Medikus), is an important legume, providing quality protein, carbohydrates, fibre and minerals for the humans and fodder for livestock. Globally, it is cultivated on 3.6 million ha area with a production of 3.4 MT [2] . However, it is an alkaline sensitive crop and yield is drastically reduced under high alkalinity. High levels of alkalinity stress in soil or irrigation water adversely affect seed germination, growth and productivity [3, 4] . The most evident symptoms of alkaline stress on plants are the induction of leaf chlorosis and stunted growth due to higher uptake of Na + and lower uptake of nutrients [5, 6, 7] . Salinity/alkalinity also distorts anatomical structures. A major reduction in the dimension of vascular tissue was also observed in the roots of Chloris gayana Kunth under salinity stress [8] . Limited information is available on the anatomical deformity of legumes like pea [9] , kidney bean [10] and lotus [11] due to alkalinity stress. Screening of germplasm at seedling stage under the hydroponic condition is a readily acceptable tool as it is based on a simple criterion of selection [12] . Screening for alkalinity tolerance should also be carried out in the field at sites where alkalinity stress is a problem. However, screening in the field may be difficult because of heterogeneity and is also influenced by a large number of environmental factors. These difficulties can be overcome by using hydroponic based screening system as it is more effective as it provides consistent control over pH in crop plants [12, 13] . Hydroponic screening system has been found most convenient and scientific because seedlings require less space and tolerant ones may be recovered for seed production purpose. There can also be possibility of pre-selection of breeding lines, progenies and cultivars before field evaluation. Evaluation of crop plants for tolerance to alkalinity stress has been well documented in mustard [12] and bean lines [14] at early growth stage under hydroponic and alkaline field conditions, respectively. However, initial screening in hydroponic and later in field conditions can be the best strategy for accurate phenotyping of alkalinity tolerance. There are various reports published on the effects of salinity stress on plants, but limited information is available on the effects of alkalinity stress.
Molecular analysis of characterized genotypes can be directly utilized by lentil breeders to select parents for contrasting characters associated with alkalinity stress tolerance. Different types of molecular markers have been successfully used for identification of genotypes, diversity and gene/QTL analysis in lentil [15, 16, 17, 18] . Simple sequence repeat (SSR) markers have been extensively used for the assessment of genetic diversity in lentil [19, 20, 21] as they are efficient, easy to use and have high reproducibility and co-dominance. However, no work has been done so far on the evaluation of Lens species by using morpho-anatomical and physiological traits and molecular markers. Therefore, this study was planned with following objectives: (1) morho-anatomical and physiological characterization of genotypes for alkalinity stress tolerance under hydroponics, (2) field validation of genotypes for seed yield and physiological characterization for alkalinity tolerance and (3) diversity analysis of genotypes using microsatellite markers.
Material and methods

Plant materials
The experiment was conducted at National Phytotron Facility, ICAR-Indian Agricultural Research Institute, New Delhi, India. Two hundred eighty five genotypes were used for selection of diverse genotypes under alkalinity stress conditions. The details such as origin of country, reaction to the alkalinity of genotypes are presented in Table 1 . The wild accessions included were L. orientalis, L. odomensis, L. nigricans, L. ervoides and L. lamottei, the first two belong to the primary gene pool, while the last three to the secondary/tertiary gene pool. Air temperature in the National Phytotron Facility was 22/18˚C (±2˚C), day/night; photoperiod was 10/14 h (light/dark) and the relative humidity was approximately 45%.
Evaluation of genotypes under alkalinity stress
Seeds of all the genotypes were sterilized in sodium hypochlorite (1%) for 2-3min then washed three times with distilled water. Twenty seeds of each genotype were exposed to 20 and 40 mM concentration of sodium carbonate (NaHCO 3 ) along with a control for evaluation for germination. The germination was recorded at 12 h interval for 10 days. Seeds were considered germinated, when the radicle had emerged and attained 1 mm length. Germination percentage was calculated with the formula: Germination percent = (Total number of seeds germinated / Total number of seeds sown) x 100.
The Lens species were also assessed for alkalinity stress tolerance at seedling stage. Seven days old seedlings of cultivated and 14 d old seedlings of wild species were transferred to hydroponic medium and buffered with 20 mM and 40 mM sodium bicarbonate (NaHCO 3 ) to obtain different pH levels. The pH of the nutrient solution was obtained to 8.8 and 9.1 and maintained constant using 1M KOH on a daily basis. The nutrient solution without bicarbonate was used as control (pH 7.2) which was prepared as per nutrient composition suggested by Javid et al. [12] . The solution was renewed at 2d interval to maintain nutrient concentration. The solution was regularly aerated by bubbling air with an aquarium pump over 15 d. After 15 d of alkalinity stress (20 and 40 mM NaHCO 3 ), data were recorded on visual salt injuries, seedling survivability, seedling growth (root and shoot length) and biomass accumulation (fresh and dry weight of roots and shoots). All the genotypes were grouped into three categories according to their response to alkalinity stress on plant survival at 20 and 40 mM NaHCO 3 concentrations as per the following criteria: (1) tolerant genotypes, showing 100% plant survival at 20 mM and 61% plant survival at 40 mM NaHCO 3, (2) moderately tolerant genotypes, showing 87% survival at 20 mM, whereas in case of 40 mM the survival was only 50%, (3) sensitive genotypes showing 67% plant survival at 20 mM and no plant survival at 40 mM NaHCO 3 . The survived plants were kept in the hydroponics without alkalinity stress for a week and then transferred to field at normal conditions till the maturity for evaluation in terms of seed yield/plant. For comparison, the control plants (without stress) were also transferred to the field for recording seed yield per plant. The reduction percent in yield was calculated by the formula: (seed yield of stressed plants-seed yield of control plants)/ (seed yield of control plants) x 100. Alkalinity stress tolerance was also estimated on the basis of visual salt injury of plants using 1-5 score scale, where: 1 = healthy plants with no visible symptoms of alkalinity stress, 2 = green plants with slight wilting, 3 = leaves turning yellowish green with moderate wilting, 4 = leaves yellowish brown with severe wilting and 5 = partial and completely dried leaves and/or stem. The scores were averaged and used for the assessment of alkalinity stress tolerance level of genotypes. Each treatment was replicated three times, with six plants in each treatment. At each sampling, plants were separated into roots and shoots. To remove the external treatment solutions, roots were washed three times in distilled water. Surface water was blotted off using paper towels and fresh mass was measured. Tissues were oven dried at 65˚C for 72 h and dry mass was determined. Analysis of mineral. For mineral analysis, dry plant material of selected plants of control and treated genotypes were ground in a pestle and mortar and digested in H 2 SO 4 . Concentration of Na + and K + of the digest was determined by Flame Photometer (Systronics 128, India). Na + and K + were calculated on percent dry weight basis.
Detection of H 2 O 2 level.
A set of 15 alkaline treated root tips from each treatment were collected and washed in 200 mM CaCl 2 solution for 10 min. These root tips were excised and placed into a solution containing 200 mM CaCl 2 (pH 4.4) and 10 mM FDA (Fluorescein diacetate) for 15 min. The FDA fluorescence was then detected under a fluorescence microscope [22] .
Root and shoot anatomy. For studying root anatomy under control and alkalinity stress, method followed by Krishnamurthy et al. [23] with slight modification was used. Free hand sections were cut and the selected sections were stained with 50% toluidine blue. These sections were washed to remove excess stain and then mounted in distilled water. Pictures were taken using an optical microscope (Zeiss, AXIOSKOP 2) at 10 × magnification. 
Evaluation of genotypes under alkaline field conditions
Molecular analysis
DNA was extracted using modified CTAB method [25] and was quantified using a spectrophotometer. Thirty SSR markers which were polymorphic between two genotypes that a showed contrasting response to alkalinity stress, along with additional 38 arbitrary SSR markers were used for screening 285 genotypes. These markers were selected based on earlier lentil reports published [16, 26, 27] . PCR amplifications were performed in 10μl reaction volume, consisting of 1 X PCR buffer, 1.5 mM MgCl 2 and 0.5 μM primers each of forward and reverse, 1 mM dNTP, 0.5 U Taq DNA polymerase and 50 ng template DNA. PCR cycling conditions were as follows: Pre-denaturation at 94˚C for 3 min followed by 40 cycles of denaturation at 94˚C for 30 sec, annealing at 55˚C for 30 sec, elongation at 72˚C for 1 min with a final extension at 72˚C for 10 min. PCR amplified products were separated on 3% ultra high resolution agarose gels and documented using Vilber Lourmat Gel Documentation System.
Genetic diversity analysis. The genetic profile of 285 genotypes was scored on the basis of difference in allele size using 30 SSR markers which were polymorphic to alkalinity tolerant and sensitive genotype and then compared with the results obtained by adding 38 more SSR markers which were selected arbitrarily. The major allele frequency, PIC and genetic distance based clustering were performed with Unweighted Pair Group Method for Arithmetic average (UPGMA) using Power Marker v3.25 software [28] and the dendrogram was constructed following bootstrap analysis with 1000 permutations for all the genotypes using MEGA 4.0 software [29] . The population structure was determined on 285 genotypes comprising both wild and cultivated ones using Structure 2.3.4 software [30] . The number of subgroup K was estimated by 7 independent runs for each K (1 to 15) using the admixed model with 1,00,000 Monte Carlo Markov Chain (MCMC) replicates after a burn-in of 10,000 replicates. The structure outputs were visualized using Structure Harvester from which Evano plots were constructed [31] .
Statistical analysis. Duncan's Multiple Range Test (DMRT) (P = 0.05) was followed to find out differences among clusters for significance by using SAS 9.4 software. Data for morpho-physiological traits were analysed using two-way ANOVA to determine if significant differences were present among the means. Variances were checked by plotting residual vs. fitted values to confirm the homogeneity of the data. Differences among the mean values were assessed by Least Significant Differences (LSD). Relationships between individual variables were examined using simple correlations which were also performed using SAS 9.4 software. Spearman's rank correlation test (rs) was used to examine consistency in the rankings of genotypes for alkalinity tolerance and seed yield between the hydroponic and field experiments.
Results
Phenotyping of alkalinity stress tolerance under hydroponics
The adverse effects of alkalinity stress on genotypes were found more pronounced at 40 mM NaHCO 3 than at 20 mM NaHCO 3 (Figs 1 and 2 , S1 Table) . However, there was no adverse effect on germination of wild accessions (ILWL-15, ILWL-20 and ILWL-192) and tolerant breeding lines (PDL-1 and PSL-9) at 40 mM NaHCO 3 . The most sensitive cultivars (L-4076 and L-4147) showed a maximum reduction in germination at a similar salt concentration ( Fig  1A) . There was a significant reduction in seedling growth and biomass accumulation at 40 mM NaHCO 3 . However, the reduction was lower in tolerant wild accessions and breeding lines than moderately tolerant and sensitive ones (Fig 1B and 1C) . Tolerant genotypes could not exhibit wilting or any visible symptoms under alkalinity stress (20mM NaHCO 3 ) up to 15 d, whereas moderately tolerant and sensitive genotypes exhibited varying degrees of wilting and leaf chlorosis with a score of 1.0 to 1.3 and 2.1 to 2.7, respectively (Fig 2) . At 40mM NaHCO 3 , tolerant genotypes exhibited moderate salt injury compared to moderately tolerant and sensitive genotypes ( Fig 1D) (S1 Fig). Alkalinity stress of 20 and 40 mM NaHCO 3 concentration affected the seedling survival differently in tolerant, moderately tolerant and sensitive genotypes. Five genotypes among 285, showed highest seedling survival at the end of the experiment (15d) under 40 mM NaHCO 3 . Tolerant breeding lines (PDL-1 and PSL-9) and wild accessions (ILWL-15, ILWL-192 and ILWL-20) exhibited maximum seedling survival. Moderately tolerant genotypes showed intermediate seedling survival, whereas the majority of the sensitive genotypes did not survive at a similar salt concentration (Fig 1E) . The survived tolerant genotypes exhibited large reduction in seed yield per plant at 40 mM NaHCO 3 as compared to 20 NaHCO 3 under hydroponic conditions (Fig 3) .
Considerable differences in Na + and K + contents in both the roots and shoots were observed under alkalinity stress. It was evident that Na + accumulated more in roots and shoots of sensitive genotypes than in tolerant ones at 20 mM and 40 mM NaHCO 3 (Fig 4A and 4B) . However, it is worth mentioning here that most sensitive cultivars (L-4076 and L-4147), accumulated the highest amount of Na + in roots and shoots at 40 mM NaHCO 3 ). The Na + contents in roots and shoots were minimum in tolerant (PDL-1, PSL-9 ILWL-15, ILWL_192 and ILWL-20) genotypes at 40 mM NaHCO 3 . Potassium concentration declined considerably in both the tolerant and sensitive genotypes at both 20 and 40 mM bicarbonate (NaHCO 3 ) concentration (Fig 4C and 4D) . These results evidenced that the K + concentration in roots and shoots was minimum in sensitive cultivars (L-4076 and L-4147), which was markedly affected by 40mM NaHCO 3 under hydroponics. The similar trends of accumulation of Na + and K + in roots and shoots were also observed at 20 mM NaHCO 3. The Na + /K + ratio was higher in sensitive cultivars under the hydroponic condition (Fig 4E and 4F) . Visualization of hydrogen peroxide (H 2 O 2 ) production in roots using FDA produced green fluorescent in response to 40mM NaHCO 3 treatment; the FDA fluorescence was negligible in the roots of control plants, whereas it increased markedly under 40mM NaHCO 3 . The level of H 2 O 2 was higher in both the most tolerant and most sensitive genotypes under 40mM NaHCO 3 , when compared with their respective controls. Low fluorescent signals were observed in roots of the most tolerant breeding line (PDL-1), whereas intense green fluorescence was found in roots of most sensitive cultigen (L-4076) at 40 mM NaHCO 3 . Wild tolerant (ILWL-15) accession exhibited less green fluorescence when compared to tolerant breeding line (PDL-1), indicating less H 2 O 2 production at the similar level of alkalinity stress (Fig 5) .
Shoot anatomy of tolerant genotypes under alkalinity stress condition (40 mM NaCl) showed an enlarged pith area and increased vascular bundles and decreased cortical area. In sensitive cultivars, pith area was shrunken due to deformed stem structure. In stems, deposition was confined within the layers of cortical-sclerenchyma in tolerant breeding line (PDL-1). However, in sensitive cultivar (L-4076), deposition deeply penetrated many layers apart from cortical-sclerenchyma, including the cortical vascular bundles. Injury within the cortical layers of sensitive cultivar was noticed, whereas tolerant breeding line and wild accessions showed intact cortical region under the similar level of alkalinity stress (Fig 6) . In roots, depositions were restricted to epidermis and cortical sclerenchyma only in both the tolerant breeding lines and wild accessions, whereas depositions spread all over the cortical region in the sensitive cultivar. Deformed epidermal and cortical cell structures were noticed under alkalinity stress conditions in sensitive cultivars in contrast to the tolerant breeding line, where the cells were intact but slightly enlarged as compared to its control (Fig 7) . 
Potential components revealing alkalinity stress tolerance in the field
Genotypes showed difference in seed yield at pH 9.0, 9.1 and 9.5 under field conditions. Reduction in seed yield under pH 9.1 over normal was observed in all the genotypes at Kanpur, India. However, the decline was much lower in tolerant breeding lines and wild accessions Fig 8A) . The maximum seed yield/plant was obtained in tolerant breeding line at Lucknow under pH 9.0 (Fig 8C) . Increasing the pH level beyond 9.0 showed detrimental effects on seed yield, where tolerant breeding lines PDL-1 and PSL-9 could produce negligible seed yield/plant, while sensitive cultivars did not produce any seeds (Fig 8D) . Tolerant breeding lines (PDL-1 and PSL-9) and wild accessions (ILWL-192, ILWL-15 and ILWL-20) performed better than sensitive ones (L-4076 and L-4147) and the differences were quite obvious at seedling and reproductive stages at both the locations during 2013-14 and 2014-15. The tolerant breeding lines and wild accessions had much lower Na + in roots and shoots , and maintained relatively higher K + uptake at pH 9.1, but the sensitive cultivars were unable to prevent either Na + accumulation or K + depletion under similar conditions (Fig 9A, 9B, 9C and 9D ). Na + contents in roots and shoots were higher at flowering stage than in vegetative stage (data not shown). Na + /K + ratio was higher in sensitive cultivars than in tolerant ones under field conditions (Fig 9E and 9F ).
Relationship and ranking of genotypes grown in hydroponic and field screening methods
A relationship was studied between the two screening methods for 14 traits. The analysis gave r values ranging from 0.009 to 0.991 ( Table 2 ). The hydroponic technique showed a significant Phynotypic and genetic diversity evaluation of Lens species under alkalinity stress correlation among the parameters such as reduction in germination, seedling growth, biomass accumulation, seed yield, seedling survival, alkalinity score, total sodium and potassium contents (hydroponic) and seed yield during 2013 and 2014 (field). The field screening technique exhibited significant correlation among all the morpho-physiological traits. Based on these results, the hydroponic method was adjudged to be the simple, rapid and reliable assay for screening of genotypes at the seedling stage for alkalinity tolerance.
The ranking of 236 genotypes in hydroponics was compared in respect of seed yield produced under field conditions during 2013-14 to evaluate the consistency in performance of genotypes. The ranking was based on most effective trait i.e. seedling survivability at 40 mM NaHCO 3 and seed yield in the field and was found significantly correlated (r = 0.659; P = 0.0029). All the genotypes showed similar response under hydroponic and field conditions. For example, PDL-1, PSL-9, ILWL-15, ILWL-20 and ILWL-192 maintained alkalinity tolerance at both seedling and reproductive stages under both the techniques. Phynotypic and genetic diversity evaluation of Lens species under alkalinity stress 
Molecular marker analysis
A set of 495 primers which were pre-screened against most tolerant breeding lines (PDL-1 and PSL-9) and most sensitive cultivars (L-4147 and L-4076), from them 30 SSR primers, which exhibited polymorphism were selected for genetic diversity analysis among 285 genotypes. All the 30 SSR primer pairs generated polymorphic bands among the genotypes. A total of 146 alleles were identified with an average of 4.87 alleles per locus. The number of alleles per locus ranged from 3 (PBA_LC_1367, PBA_LC_1308, PBA_LC_404, PBA_LC_1241to 10 (LC_02). The major allele frequency varied between 0.26 (LC_02) to 0.77 (LC_39) with a mean value of 0.53. The gene diversity and PIC values varied between 0.37-0.81 and 0.34-0.79, with an average of 0.59 and 0.53, respectively. The primer which showed highest gene diversity and PIC values was LC_02, while the lowest gene diversity and PIC values were observed for the primer PLC_39. Heterozygosity in all the genotypes ranged from 0 to 0.30 with a mean value of 0.06 and the highest heterozygosity was observed in LC_02 (S2 Table) . By using 38 additional genomic SSR markers PIC and genetic diversity remained similar but the heterozygosity level increased ( S2 Fig and S3 Table) .
Cluster analysis of morpho-physiological traits. The genetic relationships among lentil genotypes are presented in SSR based UPGMA tree (Fig 10) . All the genotypes were grouped into four clusters using 30 polymorphic SSR markers. Tolerant breeding lines fell with cluster C1, while sensitive ones in C3. Cluster 2 included wild accessions. Cluster 4 consisted of 90 genotypes, which grouped the "ILL" series of genotypes mainly. The mean genetic distance of the clusters ranged from 0.57 to 0.61 with an average of 0.58. Cluster 4 showed the highest mean genetic distance of 0.61, followed by clusters 2, 3 and 1 ( Table 3 ). The average reduction percent in germination, root and shoot length, fresh and dry root and shoot weight, seedling survivability and alkalinity scores were calculated among the clusters categorized by SSR markers of 285 genotypes. Among the SSR clusters, there was a wide range in the values for most of the characters analyzed. Significant (P = 0.05) differences for all the characters were observed among the clusters. There were significant differences between the parameter for the genotypes of clusters 1 and 2 which comprised of cultivars, breeding lines and wild accessions, as compared to those of other clusters (Table 3 ). The lowest alkalinity score (4.19), reduction in root length (40.45%), shoot length (49.61%), fresh and dry root weight (40.37%, 41.67%) and shoot weight (47.32%, 58.58%) was observed in the tolerant genotypes of cluster 1 followed by cluster 2. There was no significant difference between the parameter of clusters 3 and 4 (Table 3 ). These differences in the growth parameters may be due to higher alkalinity tolerance among cultivars of cluster 1 and wild accessions of cluster 2. The clusters based on SSR markers have been found to have a relationship with the degree of alkalinity tolerance. The wild accessions grouped in cluster 2 showed greater proximity with cluster 1 with a similar degree of alkalinity stress tolerance. Whereas, 38 additional SSR markers used in this study, a total of six clusters were observed. This clustering pattern did not show a clear relationship between clusters and degree of alkalinity tolerance in most genotypes with respect to different traits used in the present study (S4 Table) .
Further, tolerant and sensitive genotypes were separated when the correlation between genetic similarity index and taxonomic distance for seedling survivability percentage was evaluated using Jaccard similarity index under both the alkaline stress conditions (Fig 11A and  11B) . Sensitive genotypes showed no seedling survivability, whereas tolerant ones exhibited 40% seedling survivability under 40mM M NaHCO 3 concentration. However, similar results were obtained with respect to 30 and 68 SSR markers during Jaccard's similarity coefficient analysis between mean genetic distance and seedling survivability at both 20mM and 40mM concentrations, respectively (S4 Fig) . Population structure and genetic relationship among genotypes. Pritchard's structure of 285 Lens genotypes was estimated from SSR allelic diversity data, where the best goodness of fit was found at K = 2 (Fig 12) . Using a membership probability threshold of 0.80, 195 genotypes were assigned to SG 1 (red), 74 genotypes were assigned to SG 2 (green), and 16 genotypes were in admixtures (AD) for 30 makers. The population structure was found mostly corelated to cluster data, as the two populations also separated most of the cultivars from wilds and 'ILL' series of cultivars. Alkalinity tolerant genotypes such as PDL-1, PSL-9 and ILWL-15 were found to have admixes but the inclination was towards SG 2 (green) whereas, sensitive ones such as L-4147 and L-4076 was confined to SG 2 (red) without showing any admixes.
Comparatively, 38 more number of arbitrary SSR markers, K = 3 was observed. It resulted in SG 1 (red) 127 genotypes, SG 2 (green) 49 genotypes, SG 3 (blue) 41 genotypes and 68 genotypes were in admixtures (AD) (S3 Fig) 
Discussion
Evaluation of germplasm to locate alkalinity tolerance gene (s) is important for incorporating the tolerance in high yielding cultivars. This requires the most effective screening system which allows the evaluation of genotypes for identification of alkaline tolerance. For identifying the genotypes for alkaline stress tolerance, hydroponic technique is an efficient tool where efficiency has already been established for other crop plants also [12, 32] . However, initial screening under hydroponics and later in field conditions would be the proper strategy. In the present work, a large number (285) of germplasm including cultivars, breeding lines, land races and wild accessions were evaluated based on morpho-physiological and anatomical traits which represent most of the possible variability available for use in breeding programs for alkalinity stress tolerance. Seed germination and early seedling growth are critical stages under salinity and alkalinity stresses [33] . In the present study, germination in all the genotypes except tolerant ones decreased at 40 mM NaHCO 3 ( Fig 1A) . This might be because of an adverse effect of salt on water imbibitions by seed and toxic effect of ions on the seed metabolism. This result is an agreement with de Lacerdo et al. [34] . The tolerant wild accessions showed no wilting but low salt injury, whereas tolerant Phynotypic and genetic diversity evaluation of Lens species under alkalinity stress lines and sensitive genotypes showed partial wilting with minimum and maximum score of salt injury at 40 mM NaHCO 3 , respectively (Fig 1B) . Salt injury symptoms were found well correlated with seedling survival under alkalinity condition (r = -0.977 ÃÃ ). This trait has been widely used parameter for selecting salt-tolerant lines and cultivars [35] . Breeding for seedling survival and vigorous growth has been argued to be agronomically most effective approach for increasing yield under saline soils [36] . Alkalinity stress at 40 mM NaHCO 3 had affected the seedling survival in all the genotypes. However, tolerant breeding lines and wild accessions showed higher seedling survival than sensitive ones, which have no seedling survival under 40 mM NaHCO 3 stress (Fig 1E) . This study showed that plant survival was more powerful tool to characterize alkaline stress tolerance at seedling stage. These results are in concurrence with those of Murillo-Amador et al. [37] . Decreasing seedling survival under high concentration of NaHCO 3 was also observed in seedling growth and biomass production. However, the extent of reduction was variable and less pronounced in tolerant genotypes than sensitive ones ( Fig  1B and 1C) .The inhibition in these traits might be largely due to the generation of ROS [38] . Phynotypic and genetic diversity evaluation of Lens species under alkalinity stress In the present study, the level of ROS induced H 2 O 2 production as florescent imaging was found low in tolerant genotypes than in sensitive ones (Fig 5) .
In root, thick endoderm and viable vascular bundles restrict the entry of Na + in tolerant wild and breeding lines over the sensitive ones (Figs 6 and 7) .The uptake of Na + was also restricted by sclerenchymatous layers in tolerant breeding and wild accessions. Intact pericycle and steler region of tolerant genotypes also helped in reducing the ion absorption. Similar observations were also made in lentil [36] , finger millet [23] and Lotus tenuis [11] . Similarly, the shoot had thick epidermis in tolerant genotypes compared sensitive ones. It helped in maintaining cell turgor pressure in tolerant lines, whereas in sensitive ones, thin and injured epidermis was noticed which allowed higher seepage of ions. Steler as well as cortical vascular bundles were found distorted in the sensitive genotypes which disturb the supply of food and water throughout the plant. Based on 2 years seed yield data from two locations, tolerant breeding lines (PDL-1 and PSL-9) and wild accessions (IlWL-192, ILWL-15 and ILWL-20) ranked first with minimum reduction and L-4147 and L-4076 sensitive cultivars showed a higher reduction at pH 9.1. However, most tolerant breeding lines could withstand alkalinity stress up to pH 9.5, but gave negligible seed yield. The sensitive and moderately tolerant genotypes could not reach up to reproductive stage under high alkaline stress (pH 9.5) and therefore, showed 100% loss of seed yield (Fig 8D) .This suggests that the best pH for selection for tolerance ranges between pH 9.0 and 9.1. Further, the range of variation for seed yield decreased with the increase in soil pH, suggesting the existence of narrow range of variability (Fig 8) .The alkalinity tolerance in breeding lines and wild accessions showing low reduction in seed yield was found associated with lower Na + accumulation and higher K + and low Na + /K + ratio as compared to the sensitive cultivars ( Fig 9A, 9B, 9C and 9D ).This suggested that regulation of Na + uptake in tolerant breeding lines and wild accessions was accompanied by maintaining higher K + which appeared to be the main factor responsible for better performance up to pH 9.1. Earlier studies have shown that tolerant genotypes maintain better regulation over Na + and K + uptake than sensitive ones [39, 40] . In order to assess the consistency in alkaline stress tolerance for ranking of genotypes both under hydroponics and field conditions, 236 genotypes were compared with seed yield under field condition during 2013-14. The ranking of genotypes based on seedling survivability in hydroponics at 40 mM NaHCO 3 and seed yield in the alkaline field during 2013-14 (r = 0.659; P = 0.0029) was found significantly correlated. This consistency in ranking between hydroponics and field supports the reliability of the results and suggests that hydroponic screening is reliable technique for identifying alkalinity tolerant genotypes. To establish this fact the correlation coefficient between the seed yield and each of seedling growth, biomass, seedling survivability, alkalinity scores and Na + and K + and Na + /K + ratio estimated ( Table 2 ). The seed yield in the field was found highly correlated with seedling survivability under hydroponics. Thus, while screening a large number of genotypes for alkalinity tolerance, the selection of genotypes should be made on the basis of seedling survivability. Previous findings also provide support for the selection of alkaline tolerant genotypes on the basis of use of seedling survival. MurilloAmador et al. [41] also suggested this trait on the basis of results obtained in cowpea.
The findings of the hydroponic method were found to be well correlated with field experiment. Similar result of genotypes for salinity tolerance in faba bean was reported by Tavakkoli et al [42] . The tolerant genotypes selected at the seedling stage in hydroponic, maintained their ranking for tolerance up to the adult stage under alkalinity field, suggesting that screening of the germplasm for alkalinity stress tolerance at the seedling stage is more effective under hydroponics.
All 285 lentil genotypes were also scanned with 30 SSR markers which were found polymorphic. The average number of the allele was comparable to the result of Dikshit et al. [43] using various Lens species and observed an average of 4.8 alleles per locus (range of 3 to 10. Similarly, Idrissi et al. [44] , also reported an average of 5 alleles per locus using different lentil accessions. These differences in alleles per locus might be due to the genotypes used and selection of SSR markers. Markers that have the ability to detect high number of discernible alleles are the suitable markers for molecular characterization and genetic diversity analysis [44] . The results of this study suggest that these markers could be used as tools to assess the genetic diversity of lentil germplasm of various traits linked to alkalinity tolerance.
Polymorphic information content (PIC) value ranged from 0.34 to 0.79 with an average of 0.54 (S2 Table) . The PIC values observed in this analysis were consisted with the previous report involved in microsatellite marker analysis in lentil. PIC value of this study was higher than the earlier reports which might be due to the inclusion of more diverse set of lentil germplasm. The PIC value of a marker reflects marker allele diversity and frequency among the cultivars. Higher the PIC value of a marker indicates a higher probability of detecting the number of alleles among cultivars. LC-02 had the highest PIC value (0.789), followed by PLC-100 (0.733) and markers which showed lowest PIC were PBA-LC-376 (0.349) followed by PLC-39 (0.342). Therefore, SSR marker, LC-02 was found to be superior for the analysis of genetic diversity in future. These findings describe the usefulness of these markers for characterizing lentil genotypes.
It was evident that better performance of tolerant wild accessions (ILWL-15, ILWL-192 and ILWL-20) and tolerant breeding lines (PDL-1 and PSL-9) under alkalinity stress was probably due to their higher seedling survivability, lesser reduction in seedling growth, biomass and seed yield, regulated the Na + contents, low H 2 O 2 production and a more uptake of K + . Five genotypes produced highest and most consistent seed yield in all the locations (across years). The wild lentil accessions (ILWL-15, ILWL-192 and ILWL-20) showed relatively higher level of tolerance and thus can be used for incorporating genes to improve alkalinity stress tolerance of the cultivated one either through conventional breeding or through genetic engineering. The lentil accessions at the extreme clusters can be used in breeding program to develop new tolerant genotypes for growing in alkaline soils. Although, more SSR markers were included in this study, but no clear association between clustering pattern and degree of alkalinity tolerance in most of the genotypes was found. Further work is needed to phenotype and genotype the RILs under alkaline and non-alkaline conditions, and to identify gene (s) for alkaline stress tolerance in lentil using marker-assisted selection. 
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